AU'G-09-2005 05:36PM FROM-Gsn-Proba Incorporated - Patent Dept. +1 858 410 8928 T-698 P. 008/032 F-944 

REPLY Serial No. 09/954,586 

Arty, Docket No, GPl 16-03-UT 

Amendments to the Claims 
The current status of the claims is as follows: 

Claims 1-163 (Canceled) 

1 64. (New) A set of amplification oligonucleotides comprising: 

a first amplification oligonucleotide having a first target binding region that hybridizes to a 
first target sequence selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52 5 SEQ ID 
NO:58 and SEQ ID NO:64 under amplification conditions, wherein said first amplification oligonucleotide 
optionally includes a 5" sequence that is recognized by an RNA polymerase or which enhances initiation 
or elongation by an RNA polymerase; and 

a second amplification oligonucleotide having a second target binding region that hybridizes 
to a second taj^et sequence selected from the group consisting of SEQ ID NO:47 3 SEQ ID NO: 53, SEQ 
IDNO:59 and SEQ IDNO:65 under said amplification conditions, wherein said second amplification 
oligonucleotide optionally includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase, 

wherein the first and second amplification oligonucleotides are capable of amplifying a target 
nucleic acid sequence present in a target nucleic acid derived from Cryptosporidium parvum under said 
amplification conditions. 

1 65. (New) The set of amplification oligonucleotides of claim 1 64, wherein at least one 
of said first and second amplification oligonucleotides includes a 5' sequence thai is recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 



Page 2 of 26 



PAGE 8132 1 RCVD AT 8/912005 8:45:42 M [Eastern Daylight Time] ■ SVMSPTO-EFW-6/24 • DNISOTOO 1 CSID:*18584108928 1 DURATION (miiKS):07-34 



i » 



AUG-09-2005 05:36PM FROM-Gen-Proba Incorporated - Patent Dept. 41 858 410 8928 T-698 P. 009/032 F-944 



REPLY Serial No. 09/954,586 

Atty. Docket No. GP1 1 6-03-UT 

1 66. (New) The set of amplification oligonucleotides of claim 1 64, wherein: 
said first target binding region is from 1 8 to 35 bases in length and said first amplification 

oligonucleotide does not include aregion in addition to said fiist target bindingregion that hybridizes to said 
target nucleic acid or its complement under said amplification conditions; and 

said second target binding region is from 18 to 35 bases in length and said second 
amplification oligonucleotide does not include a region in addition to said second target binding region that 
hybridizes to said target nucleic acid or its complement under said amplification conditions. 

1 67. (New) The set of amplification oligonucleotides of claim 1 66, wherein at least one 
of said first and second amplification oligonucleotides includes a 5' sequence that is recognized by anRN A 
polymerase or which enhances initiation or elongation by an RNA polymerase. 

168. (New) The set of amplification oligonucleotides of claim 164, wherein: 
said first amplification oligonucleotide comprises abase sequence selected from the group 

consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:64; and 

said second amplification oligonucleotide comprises a base sequence selected from the 
group consisting of SEQ ID NO:47, SEQ ID NO:53, SEQ ID NO:59 and SEQ ID NO:65. 

169. (New) The set of amplification oligonucleotides of claim 1 68, wherein at least one 
of said first and second amplification oligonucleotides includes a 5* sequence that is recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 
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170. (New) The set of amplification oligonucleotides of claim 168> wherein: 
said first target binding region is up to 35 bases in length and said first amplification 

oligonucleotide does not include a region in addition to said first target binding region that hybridizes to said 
target nucleic acid or its complement under said amplification conditions; and 

said second target binding region is up to 35 bases in length and said second amplification 
oligonucleotide does not include a region in addition to said second target binding region that hybridizes to 
said target nucleic acid or its complement under said amplification conditions. 

1 7 1 . (New) The set of amplification oligonucleotides of claim 1 70, wherein at least one 
of said first and second amplification oligonucleotides includes a 5' sequence that is recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 

172. (New) The set of amplification oligonucleotides of claim 164, wherein: 
the base sequence of said first amplification oligonucleotide consists essentially of a base 

sequence selected from the group consisting of SEQ ID NO:46, SEQ ID NO:S2, SEQ ID NO:58 and 
SEQ ID NO:64 and 7 optionally, a 5 ! sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase; and 

the base sequence of said second amplification oligonucleotide consists essentially of a base 
sequence selected from the group consisting of SEQ IDNO:47 3 SEQ ID NO:53, SEQ ID NO :5 9 and 
SEQ ID NO:65 and, optionally, a 5 1 sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

1 73 . (New) The set of amplification oligonucleotides of claim 1 72, wherein at least one 
of said first and second amplification oligonucleotides includes a 5' sequence that is recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 
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174. (New) The set of amplification oligonucleotides of claim 164, wherein: 
the base sequence of said first amplification oligonucleotide consists of oris contained 

within abase sequence selected from the group consisting of SEQ IDNO:46, SEQ IDNO:52, SEQ ID 
NO:58 and SEQ ID NO:64 and, optionally, a 5' sequence that is recognized by an RNA polymerase or 
which enhances initiation or elongation by an RNA polymerase; and 

the base sequence of said second amplification oligonucleotide consists of or is contained 
within a base sequence selected from the group consisting of SEQ ID NO:47, SEQ ID NO :53 , SEQ ID 
NO: 5 9 and SEQ IDN0:65 and, optionally, a 5' sequence that is recognized by an RNA polymerase or 
which enhances initiation or elongation by an RNA polymerase. 

175. (New) The set of amplification oligoniicleotides of claim 1 74, wherein at least one . 
of said first and second amplification oligonucleotides includes a 5' sequence that i s recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 

176. (New)ThesetofampUficationoHgonucleotidesofclaim 174, wherein each of said . 
first and second amplification oligonucleotides is at least 1 8 bases in length. 

1 77. (New) The set of amplification oligonucleotides of claim 1 76, wherein at least one 
of said first and second amplification oligonucleotides includes a 5' sequence that is recognized by an RNA 
polymerase or which enhances initiation or elongation by an RNA polymerase. 
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178. (New) The set of amplification oligonucleotides of claim 164, wherein: 
the base sequence of said first amplification oligonucleotide consists of abase sequence 

selected from the group consisting of SEQ ID NO:46 ? SEQ ID NO:52, SEQ ID NO:58 and SEQ ID 
NO:64 and, optionally, a 5 T sequence that is recognized by an RNA polymerase or which enhances 
initiation or elongation by an RNA polymerase; and 

the base sequence of said second amplification oligonucleotide consists of a base sequence 
selected from the group consisting of SEQ ID NO:47, SEQ ID NO:53, SEQ ID NO:59 and SEQ ID 
NO:65 and, optionally, a 5' sequence that is recognized by an RNA polymerase or which enhances 
initiation or elongation by an RNA polymerase. 

1 79. (New) The set of amplification oligonucleotides of claim 1 78, wherein at least one 
of said amplification oligonucleotides includes said 5- sequence that is recognized by an RNA polymerase 
or which enhances initiation or elongation by an RNA polymerase, 

1 80. (New) A method for amplifying Cryptosporidium parvum nucleic acid that may 
be present in a sample, said method comprising: 

contacting said sample with said first and secorrf amplification oligonucleotides of claim 164 
under said amplification conditions; and 

amplifying, if present, said target nucleic acid sequence. 

181. (New) The method of claim 1 80 further comprising: 

contacting said sample with a hybridization assay probe, said probe comprising a third 
target binding region that hybridizes to a third target sequence selected from the group consisting of SEQ 
ID NO: 5, SEQ ID NO;9, SEQ ID NO: 1 3 and SEQ ID NO: 1 7 to form a stable probertarget hybrid under 
stringent conditions, wherein said probe does not hybridize to nucleic acid derived from Cryptosporidium 
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muris, Cryptosporidium bailey i or Cryptosporidium wrairilo form a stable probe :non-target hybrid 
under said stringent conditions; and 

determining whether said probe:target hybrid has formed as an indication of the presence 
of Cryptosporidium parvum in said sample. 

1 82. (New) The method of claim 181, wherein at least one of said first and second 
amplification oligonucleotides includes a 5 1 sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 



183. (New) The method of claim 181, wherein said probe comprises at least one base 
region that does not stably hybridize to said target nucleic acid or its complement under said stringent 
conditions. 



184. (New) The method of claim 181 further comprising a detectable labeL 



185. (New) The method of claim 181, wherein said third target bindingregion includes 
at least one ribonucleotide modified to include a ^-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 



1 86. (N ew) The method of claim 181, wherein: 

said first target binding region is from 1 8 to 35 bases in length and said first amplification 
oligonucleoti de does not include a region in addition to said first target binding region that hybridizes to sai d 
target nucleic acid or its complement under said amplification conditions; 
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said second target binding region is from 18 to 35 bases in length and said second 
amplification oligonucleotide does not include a region in addition to said second target binding region that 
hybridizes to said target nucleic acid or its complement under said amplification conditions; and 

said third target binding region is from 1 8 to 35 bases in length and said probe does not 
include a region in addition to said third target binding region that hybridizes to said target nucleic acid or 
its complement under said stringent conditions. 



1 87, (New) The method of claim 1 86, wherein at least one of said first and second 
amplification oligonucleotides includes a 5* sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 



1 88, (New) The method of claim 1 86, wherein said probe comprises at least one base 
region that does not stably hybridize to said target nucleic acid or its complement under said stringent 
conditions. 



1 89. (New) The method of claim 1 86 further comprising a detectable label. 



1 90. (New) The method of claim 1 86, wherein said third target binding region includes 
at least one ribonucleotide modified to include a 2'-0-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 



1 9 L (New) A method for amplifying Cryptosporidium parvum nucleic acid that may 
be present in a sample, said method comprising: 

contacting said sample with said first and second amplification oligonucleotides of claim 1 68 
under said amplification conditions; and 
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amplifying, if present, said target nucleic acid sequence. 

1 92. (New) The method of claim 191 further comprising: 

contacting said sample with a hybridization assay probe, said probe comprising abase 
sequence selected from the group consisting of SEQ ID NO:5, SEQ ID NO:9, SEQ ID NO: 1 3 and SEQ 
ID NO: 1 7, wherein said probe forms a stable probe:target hybrid with said target nucleic acid or its 
complement under stringent conditions, and wherein said probe does not form a stable probe:non-target 
hybrid with nucleic acid derived from Cryptosporidium muris, Cryptosporidium baileyi or 
Cryptosporidium wrairi under said stringent conditions; and 

detenmining whether said probertarget hybrid has formed as an indication of the presence 
of Cryptosporidium parvum in said sample, 

* 

1 93 . (New) The method of claim 1 92, wherein at least one of said first and second 
amplification oligonucleotides includes a 5* sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

1 94. (New) The method of claim 1 92 9 wherein said probe comprises at least one base 
region that does not stably hybri dize to said target nucleic acid or its complement under said stringent 
conditions. 

1 95. (New) The method of claim 1 92 further comprising a detectable label. 

196. (New) The method of claim 1 92, wherein said third target binding region includes 
at least one ribonucleotide modified to include a 2 -O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 
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1 97. (New) The method of claim 1 92, wherein: . 

said first target binding region is up to 35 bases in length and said first amplification 
oligonucleotide does not include a region in addition to said first target binding region that hybridizes to said 
target nucleic acid or its complement under said amplification conditions; 

said second target binding region is up to 3 5 bases in length and said second amplification 
oligonucleotide does not include a region in addition to said second target binding region that hybridizes to 
said target nucleic acid or its complement under said amplification conditions; and 

said probe is up to 35 bases in length. 

198- (New) The method of claim 1 97, wherein at least one of said first and second 
amplification oligonucleoti des includes a 5 ' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

1 99. (New) The method of claim 1 97, wherein said probe comprises at least one base 
regi on that does not stably hybridize to said target nucl eic acid or its complement under said stringent 
conditions. 

200. (New) The method of claim 197 further comprising a detectable label. 

20 1 . (New) The method of claim 1 97, wherein said third target binding region includes 
at least one ribonucleotide modified to include a Z-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

202. (New) A method for amplifying Cryptosporidium parvum nucleic acid that may 
be present in a sample, said method comprising: 
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contacting said sample with said first and second amplification oligonucleotides of claim 1 72 
under said amplification conditions; and 

amplifying, if present, said target nucleic acid sequence. 



203. (New) The method of claim 202 further comprising: 

contacting said sample with ahybridization assay probe, said probe comprising a third 
target binding region, wherein the base sequence of said third target binding region consists essentially of 
abase sequence selected from the group consisting of SEQ ID NO: 5, SEQ IDNO:9, SEQ ID NO : 1 3 and 
SEQ ID NO : 1 7, wherein said probe forms a stable probertarget hybrid with said target nucleic acid or its 
complement under stringent conditions, wherein said probe does not include aregion in addition to said 
third target binding region that hybridizes to said target nucleic acid or its complement under said stringent 
conditions, and wherein said probe does not form a stable probe:non-target hybrid with nucleic acid 
derived from Cryptosporidium muris, Cryptosporidium baileyi or Cryptosporidium wrairi under said 
stringent conditions; and 

determining whether said probe:target hybrid has formed as an indication of the presence 
of Cryptosporidium parvum in said sample. 

204. (New) The method of claim 203, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

205. (New) The method of claim 203 , wherein said probe comprises at least one base 
region that does not stably hybridi2e to said target nucleic acid or its complement under said stringent 
conditions. 
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206. (New) The method of claim 203 further comprising a detectable label, 

207. (New) T^e method of claim 203, wherein said third target binding regj on includes 
at least one ribonucleotide modified to include a 2-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

208 . (New) A method for amplifying Cryptosporidium parvum nucleic acid that may 
be present in a sample, said method comprising: 

contacting said sample with said first and second amplification oligonucleotides of claim 1 74 
under said amplification conditions; and 

amplifying, if present, said target nucleic acid sequence. 

209. (New) The method of claim 208 further comprising: 

contacting said samp! e with a hybridization assay probe, said probe comprising a third 
target binding region, wherein the base sequence of said third target binding region consists of or is . 
contained within a base sequence selected from the group consisting of SEQ ID NO:5, SEQ ID NO:9, 
SEQ ID NO: 1 3 and SEQ ID NO: 1 7, wherein said probe forms a stable probertarget hybrid with said 
target nucleic acid or its complement under stringent conditions, wherein said probe does not include a 
region in addition to said third target binding region that hybridizes to said target nucleic acid or its 
complement under said stringent conditions, and wherein said probe does not form a stable probemon- 
target hybrid with nucleic acid derived from Cryptosporidium muris, Cryptosporidium baileyi or 
Cryptosporidium wrairi under said stringent conditions; and 

detennining whether said probertarget hybrid has formed as an indication of the presence 
of Cryptosporidium parvum in said sample. 
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210. (New) The method of claim 209, wherein at least one of said first and second 
amplification oligonucleotides includes a 5 r sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

211. (New) The method of claim 209, wherein said probe comprises at least one base 
region that does not stably hybridize to said target nucleic acid or its complement under said stringent 
conditions. 

212. (New) The method of claim 209 further comprising a detectable label. 

213. (New) The method of claim 209, wherein said third target binding region includes 
at least one ribonucleotide modified to include a2 -Omethy! substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

214. (New) The method of claim 209, wherein each of said first and second 
amplification oligonucleotides and said probe is at least 1 8 bases in length. 

215. (New) The method of claim 214, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

216. (New) The method ofclaim 2 14, wherein said probe comprises at least one base 
region that does not stably hybridize to said target nucleic acid or its complement under said stringent 
conditions. 
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217. (New) The method of claim 2 1 4 further comprising a detectable label. 

218. (New) The method of claim 214, wherein said third target binding region includes 
at least one ribonucleotide modified to include a 2'-0-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

219. (New) A method for amplifying Cryptosporidium parvum nucleic acid that may 
be present in a sample, said method comprising: 

contacting said sample with said amplification oligonucleotides of claim 1 78 under said 
amplification conditions; and 

amplifying, if present, said target nucleic acid sequence. 

220. (New) The method of claim 219 further comprising: 

contacting said sample with ahybridization assay probe, said probe comprising a third 

target binding region, wherein the base sequence of said third target binding region consists of a base 

sequence selected from the group consisting ofSEQ ID NO:5 , SEQ ID NO:9, SEQ ID NO: 1 3 and SEQ 

ID NO:l 7, wherein said probe forms a stable probe:target hybrid with said target nucleic acid or its 

complement under stringent conditions, wherein said probe does not include a region in addition to said 

third target binding region that hybridizes to said target nucleic acid or its complement under said stringent 

conditions, and wherein $aid probe does not form a stable probe:non-target hybrid with nucleic acid 

derived from Cryptosporidium mvris, Cryptosporidium baiJeyi or Cryptosporidium wrairi under said 

stringent conditions; and 

determining whether said probertarget hybrid has formed as an indication of the presence 

of Cryptosporidium parvum in said sample. 
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22 1 . (New) The method of claim 220, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

222. (New) The method of claim 220, wherein said probe comprises at lea$t one base 
region that does not stably hybridize to said target nucleic acid or its complement under said stringent 
conditions. 

223. (New) The method of claim 220 further comprising a detectable label. 

224. (New) The method of claim 220, wherein said third target binding region includes 
at least one ribonucleotide modified to include a 2'-0-methy 1 substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

225 . (New) A kit for use in detecting the presence of Cryptosporidium parvum in a 
sample, said kit comprising: 

a first amplification oligonucleotide having a first target binding region that hybridizes to a 
first target sequence selected from the group consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID 
NO:58 and SEQ IDNO:64 under amplification conditions, wherein said first amplification oligonucleotide 
optionally includes a 5' sequence that is recognized by an RNA polymerase or which enhances initiation 
or elongation by an RNA polymerase; 

a second amplification oligonucleotide having a second target binding region that hybridizes 
to a second target sequence selected from the group consisting of SEQ ID NO:47, SEQ ID NO:53 9 SEQ 
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ID NO: 59 and SEQ ID NO :65 under said amplification conditions, wherein said second amplification 
oligonucleotide optionally includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase, 

wherein the first and second amplification oligonucleotides are capable of amplifying a target 
nucleic acid sequence present in a target nucleic acid derived from Cryptosporidium parvum under said 
amplification conditions; and 

a hybridization assay probe, said probe comprising a third target binding region that 
hybridizes to a third target sequence selected from the group consisting of SEQ ID NO:5 9 SEQ ID NO :9> 
SEQ ID NO:l3 and SEQ ID NO:17 to form a stable probe itarget hybrid under stringent conditions, 
wherein said third target sequence is present in said target nucleic acid sequence or its complement, and 
wherein said probe does not hybridize to nucleic acid derived from Cryptosporidium muris* 
Cryptosporidium baileyi or Cryptosporidium wrairi to form a stable probeznon-target hybrid under said 
stringent conditions. 

226. (New) The kit of claim 225, wherein at least one of said first and second 
amplification oligonucleotides includes a 5* sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase, 

227. (New) The kit of claim 225, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

228. (New) The kit of claim 225 further comprising a detectable label. 
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229. (New) Thekitof claim 225, wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2'-0-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

230. (New) The kit of claim 225, wherein: 

said first target binding region is from 1 8 to 35 bases in length and said first amplification 
oligonucleotide does not include a region in addition to said first target binding that hybridizes to said target 
nucleic acid under said amplification conditions; 

said second target binding region is from 1 8 to 35 bases in length and said second 
amplification oligonucleotide does not include a region in addition to said second target binding that 
hybridizes to said target nucleic acid under said amplification conditions; and 

said probe is from 1 8 to 35 bases in length. 



231 . (New) The kit of claim 230, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

232. (New) The kit of claim 230, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

233. (New) The kit of claim 230 further comprising a detectable label. 

234. (New) The kit of claim 230, wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2 ! -0-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 
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235. (New) The kit of claim 225, wherein: 

said first amplification oligonucleotide comprises a base sequence selected from the group 
consisting of SEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID NO:64; 

said second amplification oligonucleotide comprises a base sequence selected from the 
group consisting of SEQ ID NO:47, SEQ ID NO:53, SEQ ID NO:59 and SEQ ED NO:65; and 

said probe comprises a base sequence selected from the group consisting of SEQ ID 
NO:5 ? SEQ ID NO:9, SEQ ID NO:13 and SEQ ID NO:l7. 

236, (New) The kit of claim 235, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RN A polymerase or which 
enhances initiation or elongation by an RNA polymerase. 



237. (New) Thekitofclaim235,wheremsaidp 
that docs not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

238- (New) The kit of claim 235 further comprising a detectable label. 

239- (New) The kit of claim 23 5 , wherein said third target binding region includes at 
1 east one ribonucleotide modified to include a 2-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

240. (New) The kit of claim 23 5, wherein: 

said first target binding region is up to 35 bases in length and said first amplification 
oligonucleotide does not include a base region in addition to said first target binding that hybridizes to said 
target nucleic acid under said amplification conditions; 
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said second target binding region is up to 3 5 bases in length and said second amplification 
oligonucleotide does not include a base region in addition to said second target binding that hybridizes to 
said target nucleic acid under said amplification conditions; and 

said probe is up to 35 bases in length. 

24 L (New) The kit of claim 240, wherein at least one of said first and second 
amplification oligonucleotides includes a 5 ' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

242 . (New) The kit of claim 240, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions, 

243. (New) The kit of claim 240 further comprising a detectable label. 

244. (New) The kit of claim 240, wherein said third target binding region includes at 
least one ribonucleotide modified to include a ^-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

245. (New) The kit of claim 225, wherein: 

the base sequence of said first amplification oligonucleotide consists essentially of a base 
sequence selected from the group consisting ofSEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and 
SEQ ID NO: 64 and, optionally, a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase; 

the base sequence of said second amplification oligonucleotide consists essentially of a base 
sequence selected from the group consisting of SEQ ID NO:47, SEQ ID NO:53 7 SEQ ID NO:59 and 
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SEQ ID NO:65 and, optionally, a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase; and 

the base sequence of said third target binding region consists essentially of a base sequence 
selected ftom the group consisting of SEQ IDNO:5, SEQ IDNO:9 9 SEQ ID NO: 1 3 and SEQ IDNO: 1 7. 

246. (New) The kit of claim 245, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 



247. . (New) The kit of claim 245, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

248. (New) The kit of claim 245 further comprising a detectable label, 

( 

249. (New) The kit of claim 245 , wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2'-0-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

250. (New) The kit of claim 225, wherein; 

the base sequence of said first amplification oligonucleotide consists of or is contained 
within a base sequence selected from the group consisting of SEQ ID NO;46, SEQ IDNO:52, SEQ ID 
NO:5 8 and SEQ ID NO:64 and, optionally, a 5* sequence that is recognized by an RNA polymerase or 
which enhances initiation or elongation by an RNA polymerase; 

the base sequence of said second amplification oligonucleotide consists of or is contained 
within a base sequence selected from the group consisting of SEQ ID NO;47 s SEQ ID NO :5 3 > SEQ ID 
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NO:59 and SEQ ID NO;65 and, optionally, a 5' sequence that is recognized by an RN A polymerase or 
which enhances initiation or elongation by an KNA polymerase; and 

the base sequence of said third target binding region consists of or contained within a base 
sequence selected from the group consisting of SEQ IDNO:5, SEQ IDNO:9, SEQ ID NO: 1 3 and SEQ 
ID NO: 1 7, wherein said probe does not include a region in addition to said third target binding region that 
hybridizes to said target nucleic acid or its complement under said stringent conditions. 

251. (New) The kit of claim 250 ? wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RN A polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

252. (New) The kit ofclaim 250, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

253. (New) The kit ofclaim 250 further comprising a detectable label. 

254. (New) The kit of claim 250, wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

255. (New) The kit of claim 250, wherein each of said first and second amplification 
oligonucleotides and said probe is at least 18 bases in length. 
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256. (New) The kit of claim 255, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

257. (New) The kit of claim 255, wherein said probe comprises at least one base region 
that does not stably hybridize to said target nucleic acid or its complement under said stringent conditions. 

258. (New) The kit of claim 255 further comprising a detectable label. 

259. (New) The kit ofclaim255 ? wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 

260. (New) The kit of claim 225, wherein: 

the base sequence of said first amplification oligonucleotide consists of a base sequence 
selected from the group consisting ofSEQ ID NO:46, SEQ ID NO:52, SEQ ID NO:58 and SEQ ID 
NO:64 and, optionally, a 5 f sequence that is recognized by an RNA polymerase or which enhances 
initiation or elongation by an RNA polymerase; 

the base sequence of said second amplification oligonucleotide consists of a base sequence 
selected from the group consisting of SEQ ID NO:47, SEQ ID NO:53, SEQ ID NO:59 and SEQ ID 
NO:65 and, optionally, a 5' sequence that is recognized by an RNA polymerase or which enhances 
initiation or elongation by an RNA polymerase; and 

the base sequence of said third target binding region consists of a base sequence selected 
from the group consisting of SEQ IDNO:5> SEQ IDNO:9, SEQ ID NO: 1 3 and SEQ ID NO: 1 7, wherein 
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said probe does not include a region in addition to said third target binding region that hybridizes to said 
target nucleic acid or its complement under said stringent conditions. 

26 L (New) The kit of claim 260, wherein at least one of said first and second 
amplification oligonucleotides includes a 5' sequence that is recognized by an RNA polymerase or which 
enhances initiation or elongation by an RNA polymerase. 

262, (New) The kit of claim 260, wherein said probe comprises at least one base region 
that does not stably hybridize to said targetnucleic acid or its complement under said stringent conditions. 

263, (New) The kit of claim 260 further comprising a detectable label. 

264, (New) The kit of claim 260, wherein said third target binding region includes at 
least one ribonucleotide modified to include a 2-O-methyl substitution to the ribofuranosyl moiety or a 
pseudo peptide backbone which joins at least a portion of the bases of said third target binding region. 
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